The Genome Decoration Page from NCBI

A tool to create publication quality graphics for chromosomes with custom annotations
https://lwww.ncbi.nim.nih.gov/igenome/tools/gdp/

National Center for Biotechnology Information « National Library of Medicine « National Institutes of Health « Department of Health and Human Services

Scope and Access

The Genome Decoration Page (GDP) is a service that allows users to upload their own annota-
tion data and create publication quality graphic showing on the ideogram of the chromosomes.
Annotation can be shown as a track, or set of tracks, along the ideogram. Alternatively, an anno-
tation track can be shown as an ideogram 'Overlay' on top of the chromosome representation.
This service currently supports the decoration of certain builds of human and mouse genomes.

GDP is accessible on the web at: https://www.ncbi.nIm.nih.gov/genome/tools/gdp/
The help documentation is online at: https://www.ncbi.nlm.nih.gov/genome/tools/gdp/help
Answers to Frequently Asked Questions are at: https://www.ncbi.nlm.nih.gov/genome/tools/gdp/faq

The GDP Start Page

The start page of GDP (shown below) consists of an input section to the left (A) and a set of simplified in-
structions (B) on how to use this service to the right. The input section consists of a “Genome Information” (C)
subsection for selecting a target genome, a “Layout” (D) subsection for ideogram size and orientation, and an
“Annotations” (E) subsection for uploading data for different tracks. The “Overlay” (F) option is for uploading
data to create a track that is displayed directly on top of the ideogram. GDP supports close over two dozen
model organisms. Requests to add additional genomes can be submitted through the “Support Center” link at
the lower right (not shown).
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Place your annotations on the genome
Genome Information Step 1: Select Genome Information
Organism: Select v Set up vour ideogram by selecting an organism and a representation. Representation options are:
Representation: | Representation v
Chromosomes: all selected
Layout
Font: Courer v Cytogenetic = Sequence
» ldeogram: Vertical » Align: centromere As soon as vou select an organism, a preview will be made available. To see how additional selections affect the figure, hit the Refresh’ button at the top of the
» Band labels: Naone Tdecgram Preview’ window.
» Legends: Below To request the addition of an crganism. write to us.
- step 2: Set-up vour lav
Annotations <E| Step 2: Set-up your layout
Track (no file) x Select the lavout vou would like. You can select:
- ) » How fonts are rendered: the font, size and colors can be selected.
Upload file: | Choose File | No file chosen « The lavout of the chromesemes (herizental or vertical).
) « The chremoseome alignments (Top. bottom or centromere aligned).
Calar: g Shape: | Rectangle ¥ | Width: |5 « The uumber of rows in the figure (1 or 2).
Track name (track default legend) » The size of the chromescmes and whether band labels should be meluded.
» Limit the number of chromesomes shown
Step 3: Upload your Annotations
Upload your ammotation file(s) and format vour annotations. You can load up to 16 annotation tracks to be displayed next to the chromosome and 1 annotation track
Add track that can be used to produce an "overlay’. Annotation can be provided using basepair coordinates or cytogentic coordinates (see the help page for more details).

. If your annotations are n sequence coordimates, uplead a file that is formated m one of the following formats:
Overlay (no file)

» GIF

Upload file: | Choose File | No file chosen « GEE

s GFF3

color: N Shape: | Rectangle ¥ | Opacity:|85 |% « GVE
. « B

Track name (track default legend) . HGVS

If vour ammetations are n cytogenetic coordmates vou can just upload a list of the cvtogenetic locations: for example:
1921
Region Highlight 1921-q22

User Defined Colors If vou use a GFF style anmotation file. vou can use the ‘Advanced formattmg” optien to render specified features i the file differently.

Step 4: Download your Figure

Once vou have things displaved the way vou would like vou can download your figure m several formats. mchiding these suitable for editmg m a graphics
program for subnussion to a journal.
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Page 2 GDP: Genome Decoration Page

Basic Controls

Controls in the “Genome Information” and “Layout” (A) determine the genome and basic layout. With a target
genome selected, clicking the “Refresh” (B) button in the right panel generates a basic layout of the genome
(C) when custom data is not provided. You can download this image in various formats (D).

i Id Previ Refi ownload format: | PNG ¥ D load
Genome Decoration Page | | _teoarm Preview - [D) covmecsroma:[PNS o [ pownioas]
Place your annotations cn the genome ytogenetic: GRCh38.p7 (GCF_0D0001405.33) Resolution: 850
Genome Information @ o L 2 3 1 5 & 7 E a 0 11 2 13 14 15 16 17 18 13 X ¥
Organism: Homo sapiens v { =T,
Representation: | Cytogenetic | GRCh38 | 850 ¥ o ‘?‘; i - o
Chromosomes: ® all selected @ AN § o 8 i o= DA ; IS - o o
cemiEEEE e o HE R AL e B- a0 AsEHs0c U At
Layout PR HeOE-REALA-ErAOLACAinigigigt ) “H%EEEEQ !
Font: Courier v SRE R E E R R O =l = == R = R = = w
» ldeogram: Vertical « Align: centromere ® : " ‘E Ll ::; . ,i v N =R ?\é
+ Band labels: LEE % ©
Crientation: Lengthwise v " 2‘-
Settings: * Default Custom
* Legends:
Position: Below v An Example ReSUIt
Text Horizontal v The “Annotations” control (E) allows upload of custom data files for different
Columns: ®10203 tracks. Clicking the “Refresh” button generates the decorated ideogram with
Shapesize: [5  |x the uploaded tracks (F). The service will display warning messages (G) if it
Font size: 12 pt v detects issues in the uploaded file. In this case, it is an issue with unrecog-
Textcolor: I nized comment line that can be ignored. Clicking “Download” (H) brings out a
E| dialog box to allow file size and name customization before download.
Annotations i
_. ldeogram Preview Refresh @ Download format:| PNG ¥ | Download
" i L=
A Cytogenstic: GRCh28.p7 (GCF_DDDDD1405.33) Resolution; 850
Uploadfile: | Choose File |gene_list.gff 1, z 3 4 5 & 7 ] 3 10 11 1z
= _
=
color: M| Shape: |Rectangle v | wid 0 : - o
. A : H
Track name (track default legend) 4% & o o4 ¥
3 - = ™ ] " = A — i - ] m
gene_list.gff o - 4 ! j = o ! B 2 - ™
i8.-M™ "8 28 30§ §4+*8 48 3 g [0
Advanced forl 4 - n. B [ a3 A, - -
- B 2 - " CRERE - ¥ i
¥ Track (no file) = m o - o B ¥ B g-¢ o
"H aH sg ¥4 *g@ YH:¢ : .
Uploadfile: | Choose File | snp_list.bed P & + File name: |ideogram .png
$
color: | Shape: | Rectangle v | Wit *E- Image size: x | 446
Track name (track default legend) GJ
. ™ . ) | Cancel | Download
snp_list.bed 13 14 15 16 17 18
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¥ QOverlay (no file)

Uploadfile: | Choose File |cyto_band txt
B gene list . gff

color: I Shaps: Rectangle ¥ | Opac & snp list.bed

Track name (track default legend)
cyto_band.txt

Warning InvalidRegion invalid band #!translated regions’ - region ignored
Advanced fork =

Example files used to generate the above image are available online:
https://ftp.ncbi.nim.nih.gov/pub/factsheets/GDP_SNPList.bed
e https://ftp.ncbi.nlm.nih.gov/pub/factsheets/GDP_GenelList.gff
https://ftp.ncbi.nim.nih.gov/pub/factsheets/GDP_CytoBand.txt

Region Highlight

Feedback
Please address questions, comments, and bug report to: info@ncbi.nim.nih.gov
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